'RID=1079554228-18277-13018448633.BLASTQ3, 
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Sb j ct : 8 98 ctggtactgccagatccagtaccggcccttctttcccctgaccgccactctgggcctggc 95 7 

Query : 75 8 cggcttcaccctgctcctcagtctcctggcctttgccatgtaccgcccgtagtgcctccg 817 

M I i I I I M I I I ! I I I II I I I I I I [ I j I I | | | | | | | | j || | | | | | | || | | M [ M | | | | | 
Sb j ct : 95 8 cggcttcaccctgctcc tcagtctcctggcc tttgccatgtaccgcccgt agtgcctccg 1017 

Query : 818 cgggcgcttggcagcgtcgccggcccctccggaccttgctccccgcgccgcggcgggagc 87 7 

I I I M I I I I I I I I I I I II I I I I II II I I I | | | I || | | | | | | | | | | | | | | || | | M | | | | | 
Sb jet : 1018 cgggcgcttggcagcgtcgccggcccctccggaccttgctccccgcgccgcggcgggagc 107 7 

Query : 87 8 tgctgcctgcccaggcccgcctctccggcctgcctcttcccgctgccctggagcccagcc 937 

I I M I I I I I I I I I I I M II I I I I I II I I I II I I II I I II I I II I I I I I [ I I I I I M II I I 
Sb jet : 107 8 tgctgcctgcccaggcccgcctctccggcctgcctcttcccgctgccctggagcccagcc 1137 

Query : 938 ctgcgccgcagaggactcccgggactggcggaggccccgccctgcgaccgccggggctcg 997 

M I M I I I I I I I I I I I I I I I I I I I I I I II I 1 I I I M I I I I I I I I I I I I I I I I I I I I I I I I 
Sbjct : 113 8 ctgcgccgcagaggactcccgggactggcggaggccccgccctgcgaccgccggggctcg 1197 

Query: 998 gggccacctcccggggctgctgmcc-tcagcccgcactgggagtgggctcctcggggtcg 105 6 

I I I I I I I I I I I I I I I I I I I I I I II M I I I I I I I I II I I I I I I I II I I I I I | | | | | | | | 
Sbjct : 1198 gggccacctcccggggctgctgaccctcagcccgcactgggagtgggctcctcggggtcg 12 5 7 

Query: 10 57 ggcatctgctgtcgctgcctcggccccgggcagagccgggccgccccgggqgcccgtctt 1116 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I II I I I I I I I I I || | | | | | | | M 

Sb j ct : 1258 ggcatctgctgtcgctgcctcggccccgggcagagccgggecgccccgggggcccgtctt 1317 

Query: 1117 agtgt Let gccggaggacccagccgcc teem- tccctgacagc tec ttgggctgagtt gg 117 5 

[ i ii 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 i 1 1 1 1 1 1 ii m 1 1 1 1 1 1 1 1 i 1 1 1 1 1 ii 1 1 

Sb] ct : 1318 agtgttctgccggaggacccagccgcctccaatccctgacagctccttgggctgagttgg 1377 

Query: 117 6 ggacgccaggtcggtgggaggctggtgm-gqggagcggggaqgggcagaggagttccccg 12 3 4 

I I I I I I I I I I I I I I I j M | M I I I I I I I i 

Sbjct : 137 8 ggacgccaggtcggtgggaggctggtgaaggggagcggggaggggcagaggagttccccg 143 7 

Query : 1235 gm-cccgtgcaga ttw — gtm-ctg Lgm-gttttaaaaaaaaaaaaaaaaaa 1281 

I I I I I I I I I I I I I II I I I I I I I I I I I I I I I I I I I I I I I I I I I 
Sbjct : 1438 gaacccgtgcaga ttaaagtaactgtgaagttttcaaaaaaaaaaaaaaaaa 14 89 

Score = 36.6 bits (18), Expect = 125 
Identities = 18/18 (100%) 
Strand = Plus / Plus 

Query: 1264 aaaaaaaaaaaaaaaaaa 1281 

I I I I I I I I I I I I I I I I II 
Sbjct: 1477 aaaaaaaaaaaaaaaaaa 1494 



http://www.ncbi.nlm.nih.gov/blast/Blast.cgi 



3/1 7/04 



r RlD=l 079554228- J 8277- 1 301 8448633. BLASTQ3, 
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Score - 36.6 bits (18), Expect = 125 
Identities = 18/18 (100%) 
Strand = Plus / Plus 



Query: 12 64 aaaaaaa aaaaaaaaaaa 12 81 

I I I I I I I I I II I II I I I I 
Sbjct: 147 6 aaaaaaaaaaaaaaaaaa 1493 



Score = 36.6 bits (18), Expect = 125 
Identities = 18/18 (100%) 
Strand = Plus / Plus 



Query: 1264 aaaaaaaaaaaaaaaaaa 1281 

I I I I I I I I 1 I I I I I I I I I 
Sbjct: 1475 aaaaaaaaaaaaaaaaaa 1492 



^l^JJ/Al^i-.'..^ ISlSX! - ":i > sapiens chromosome 7 open reading frame 2 

Length = 1494 

Score - 2042 bits (1019), Expect - 0.0 
Identities - 1203/1252 (96%), Gaps = 28/1252 (2 ( A) 
Strand = Plus / Plus 



Query : 5 8 gctcggtagcgcggcgggcm-ggcaggcgcca tgaccctgattgm-ggggtgggtgatgn 115 

I I I I I I I I I I I I I I I I I I I I I I I I 1 I I I I I I I I I I I I [ I I I I I I i I I I | | | 

Sbj ct : 238 gctcggt agcgcggcgggcaaggcaggcgccatgaccc tgat tgaaggggtggg tgatga 297 

Query: 116 ggtgaccgtccttttc tcggtgcttgcctgcct tc tggtgctggccc ttgcctgggtctc 17 5 

I I I I I I I I I I I I I I I I I I [Ill I I I li I I I I I I M I I I II I I I I M I I I I 

Sbjct : 298 ggtgaccgtccttttc tcgg tgcttgcctgccttc tggtgctggccc ttgcctgggtctc 357 

Query: 17 6 m-cgcacaccgctgagggcggggacccactgccccagccgtcagggaccccm-cgccatc 233 

I M I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 

Sbjct : 358 aacgcacaccgctgagggcggggacccactgccccagccgtcagggaccccaacgccatc 417 

Query : 234 ccagcccagcgcagcca tggcagctaccgacagca tgagaggggaggccccaggggcaga 2 93 

I N I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I II II I I I I I M I I I I I I I I I I I I 

Sbjct : 418 ccagcccagcgcagccatggoagctaccgacagcatgagaggggaggccccaggggcaga 477 

Query : 2 94 gacccccagcctgagacacagaggtcm-gctgcacagccagagcccagcacggggttcac 352 

I I I I I I I I I I I .,11 I I I I I I I I I ] I I i I I I I I | | | I | | | | | I I I I I 

Sbj ct : 478 gacccccagcctgagacacagaggtcaagctgcacagccagagcccagcacggggttcac 537 

Query : 35 3 agcm-caccgccagccccgga ctccccgcaggagcccc tcgtgctacggc tgw- - ttcct 409 

f I I I f I I I I I I I I M I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I | | | M Mill 

Sbj ct : 538 agcaacaccgccagccccggactccccgcaggagcccc tcgtgctacggc tgaaattcct 597 



http://www.ncbi.nlm.nih.gov/blast/Blast.cgi 



3/17/04 



* RTD= 1079554228-1 8277-1301 8448633.BLASTQ3, 
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Query : 410 cm-tgattcagagcaggtggccagggcctggccccacgacaccattggctccttg- 

> I I I I I I I I I I i I II I I I I I I II I I I I I I I I I I I I I I 

Sb j ct : 598 caatgat tcagagcaggtggccagggcc tggccccacgacacca tt ggctcct tgaaaag 



g 464 



657 



Query : 4 65 gacccagtttcccggccgggm-cagcaggtgcqactcatctaccm-gggcagctgctagg 52 2 

I I I I I I I I I I I I I I I I I I I I I I I I I I I M II I I I I I I I I I I I I I I I I I I I M I I I I 
Sb^ ct • 658 gacccagtttcccggccgggaacagcaggtgcgactcatctaccaagggcagctgctagg 717 



Query: 52 3 
Sbjct: 718 



cgacgacacccagaccctgggcagccttcacctccctcccm-ctgcgttctccactgcca 581 
I I I I I I 1 I I I I I I I I I II I I I I I I I I I II I I II I I I I I I I I II I I I II I I II I I I M I 
cgacgacacccagaccctgggcagccttcacctccctcccaactgcgttctccactgcca 77 7 



Query : 5 82 cgtgtccacgagagtcggtcccccw — tcccccctgcccgccggggtccgagcccggccc 63 9 

I I I i I I I I I I I I [ I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I M I 
Sbj ct : 778 cgtgtccacgagagtcggtcccccaaatcccccctgcccgccggggtccgagcccggccc 837 

Query: 64 0 ctccgggctggw--tcggcagcctgctgctgcccctgctgctcctgctgttgctgctgct 697 

I I I I I I I M I I I I I I I I M I I I I I I I I I I I I M I I I I I I I I I I I I I I I I II I I I I I I 
Sbj ct : 838 c tccgggctggaaatcggcagcctgctgctgcccctgc tgctcct gctgttgctgctgct 897 

Query: 69 8 ctggtactgccagatccagtaccggcccttctttcccctgaccgccactctgggcctggc 7 57 

I M I I I I I I I I I I M I M I I I I I I I I I Ml I I I I I I I I I I I I I I I I I I 

Sbj ct : 8 98 ctggtactgccagatccagtaccggcccttctttcccctgaccgccactctgggcctggc 9 57 

Query: 75 8 cggcttcaccctgctcctcagtctcctggcctttgccatgtaccgcccgtagtgcctccg 817 

M I I I I I I I I I I I I I I I I M I I I I I I I I I I I I I I I I I M I I I I I I I I I j II I I I I I I I I | 
Sbj ct : 958 cggcttcaccctgctcctcagtctcctggcctttgccatgtaccgcccgtagtgcctccg 1017 

Query: 818 cgggcgcttggcagcgtcgccggcccctccggaccttgctccccgcgccgcggcgggagc 8 77 

I I I I I I M I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I | | | | | | | | 
Sbj ct : 1018 cgggcgctLggcagcgtcgccggcccctccggaccttgctccccgcgccgcggcgggagc 107 7 

Query: 87 8 tgctgcctgcccaggcccgcctctccggcctgcctcttcccgctgccctggagcccagcc 937 

I I I I 1 I I ! I I I I I I I I I I I I I I I II I I I I I I I I I I I I I I I I I 1 I 

Sbj ct : 107 8 tgctgcctgcccaggcccgcctct ccggcc tgcct ct t cccgctgccctggagcccagcc 113 7 

Query : 9 38 ctgcgccgcagaggactcccgggactggcggaggccccgccctgcgaccgccggggctcg 9 97 

II M I I I I I I I I I I I I I I M I I I I I I I I I I I I I I I I I I II I M I I I I M I I I I I 

Sbj ct : 1138 ctgcgccgcagaggactcccgggactggcggaggccccgccctgcgaccgccggggctcg 1197 

Query : 9 98 gggccacctcccggggctgctgmcc-tcagcccgcactgggagtgggctcctcggggtcg 105 6 

I I I I I I I I I M I I I I I I II I I I II I I I I I I M I I I I I I I II II I I I I I I I I I I M I I I 
Sbjct : 1198 gggccacctcccggggctgctgaccctcagcccgcactgggagtgggctcctcggggtcg 1257 



Query: 105 7 ggcatctgctgtcgctgcctcggccccgggcagagccgggccgccccgggggcccgt.ctt 1116 

I I I I I I I I I I I I I I I I I I I I I M I I I I I I I I I I I I I I I I I I I I M I I I M I I I I I I I I II 
Sbj ct : 12 5 8 ggcatctgctgtcgctgcctcggccccgggcagagccgggccgccccgggggcccgtctt 1317 



h ttp : // wavw . neb i . n 1 m . n i h . g o v/b 1 as t/B 1 ast . cgi 



3/17/04 



'RID=1079554228-1 8277-1 3018448633. BLASTQ3, 
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Query: 1117 agtgttctgccggaggacccagccgcctccm- tccctgacagctccttgggctgagttgg 1 ] 75 

I I I I I I I I I I I I I I I I I I I I I I I I I I I M I I I I I I I M I I I II I M I M I I I | | | | | | 
Sb jet : 1318 agtgttctgccggaggacccagccgcctccaatccctgacagctccttgggctgagttgg 1377 

Query : 1176 ggacgeca ggtegg tgggaggctggtgm-ggggagcggggaggggcagaggagttccccg 12 3 4 

I I I I 1 I I I I I If I I I I I I I I I I I I I I I I I I I I I I M I I I I | | | | | | | | | | | | | | | | | | 
Sb jet : 137 8 ggacgccaggtcggtgggaggctggtgaaggggagcggggaggggcagaggagttccccg 14 37 

Query: 12 3 5 gm-cccgtgcagattw gtm-ctgtgm-gttttaaaaaaaaaaaaaaaaaa 12 81 

I I I I I I I I I I I I I II I I I I I I I I I I I I I I I I I I I I I I II I I I 
Sbjct: 1438 gaacccg t gcagat taaagtaac tgtgaagtt tt caaaaaaaaaaaaaaaaa 14 8 9 



Score = 36.6 bits (18), Expect = 
Identities = 18/18 (100%) 
Strand = Plus / Plus 



125 



Query: 12 64 aaaaaaaaaaaaaaaaaa 12 81 

I I I M I I I I I I I I I I I I I 
Sbjct: 147 7 aaaaaaaaaaaaaaaaaa 14 94 



Score - 3 6.6 bits (18), Expect = 
Identities - 18/18 (100%) 
Strand - Plus / Plus 



125 



Query: 1264 aaaaaaaaaaaaaaaaaa 1281 

I II I I I I I I I I I I I I I I I 
Sbjct: 14 7 6 aaaaaaaaaaaaaaaaaa 14 93 



Score = 36.6 bits (18), Expect 
Identities - 18/18 (100%) 
Strand = Plus / Plus 



125 



Query: 12 64 aaaaaaaaaaaaaaaaaa 1281 

I I I I I I I I I I I I I I I I I I 
Sbjct: 147 5 aaaaaaaaaaaaaaaaaa 14 92 



563 34 



Length 



0 9' 



>22605 



Homo 



sapiens BAG clone RP11-148K1 from 7, complete s 



Score = 1395 bits (696), Expect =0.0 
Identities = 775/796 (97%), Gaps = 11/796 (1%) 
Strand - Plus / Plus 



Query : 464 ggacccagtttcccggccggg-mcagcaggtgcgactcatctacc-mgggcagctgctag 521 

I I I I I I I M I I II I I I I I I I I I I I I I I I I I I I I M | | | | | | | | l M | | | | | | | | | | 
Sbjct : 123794 ggacccagt ttcccggccgggaacagcaggt gegae tcatc Laccaagggcagc t gctag 123853 



http : // w ww .ncbi.nl m . n i h . go v/b 1 as t/B 1 ast . cgi 



3/17/04 



RBD=1 079554228-1 8277-13018448633.BLASTQ3, 
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Query : 522 gcgacgacacccagaccctgggcagccttcacctccctccc-mctgcgttctccactgcc 58 0 

I I I If I I I I I I I I I I I I I I I M If I I I I I I I I II I I I M I I i I I I I I I I I I I I I I I I ! 
Sb j ct : 123854 gcgacgacacccagaccctgggcagccttcacctccctcccaactgcgttctccac tgcc 123913 

Query: 581 acgtgtccacgagagt cggt ccccc — wtcccccc tqcccgccggggtccgagcccggcc 63 8 

I I I I M I I I I I It I I I I I I I I I I I I I I I I I I I I I I I I | | | | | | | | | | || | | | j | | | | 
Sbjct : 12 3 914 acgtgtccacgagagt egg tcccccaaatcccccctgcccgccggggtccgagcccggcc 12 3 97 3 

Query: 63 9 cc teegggctgg- - -wtcggcagcctgctgctgcccc tgctgctcctgctgtt gc tgctgc 696 

I I I I I I I I I I I I I II I I I f I I I I I I I I I I I I I M I ! I I I I I I I II I I II I I I I I I I I 
Sbjct : 12 3 97 4 cc t ceggge tggaaa tcggcagcct get gctgcccctgctgctcctgctgttgc tgctgc 12 4 03 3 

Query : 697 tctggtactgccagatccagtaccggcccttctttcccctgaccgccactctgggcctgg 756 

I I I I I ! I I I II I f I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I | | | 
Sbjct : 12 4 03 4 tctggtactgccaga tccagtaccggcccttct ttcccctgaccgccactct gggcctgg 12 4 0 93 

Query: 7 57 ccggcttcaccctgctcctcagtctcctggcctttgccatgtaccgcccgtagtgcctcc 816 

f I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I | | | | | | || | | I | | 
Sbjct : 124094 cegge ttcaccctgctcctcagtct cct ggect ttgccatgtaccgcccgtagtgcctcc 124153 

Query : 817 gcgggcgcttggcagcgt cgccggcccc teegg acct tgctccccgcgccgcggcgggag 87 6 

1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 ii 1 1 1 1 1 1 f 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 f i i 1 1 1 1 1 1 

Sbjct : 124 154 gcgggcgcttggcagcgtcgccggcccctccggaccttgctccccgcgccgcggcgggag 124213 

Query: 8 77 ctgctgcctgcccaggcccgcctctccggcctgcctcttcccgctgccctggagcccagc 93 6 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I II I I II II I I I II I 

Sbjct : 12 4214 ctgctgcctgcccaggcccgcctctccggcctgcctcttcccgccgccctggagcccagc 124273 

Query : 9 37 cctgcgccgcagaggactcccgggactggcggaggccccgccctgcgaccgccggggctc 9 96 

I M I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I | | | | | j I | | | | 
Sbjct : 12 42 7 4 cctgcgccgcagaggactcccgggactggcggaggccccgccctgcgaccgccggggctc 12 43 3 3 

Query : 9 97 ggggccacctcccggggctgctg--mcctcagcccgcactgggagtqggctcctcggggtc 10 55 

1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 ii 1 1 i 1 1 1 1 1 1 1 1 1 1 1 1 ii 

Sbjct : 124334 ggggccacctcccggggctgctgaccctcagcccgcactgggagtgggctcctcggggtc 12 43 93 

Query : 105 6 gggcatctgctgtcgctgcc tcggccccgggcagagccgggccgccccgggggcccgtct 1115 

I I I I I I I M I I I I I I I I I I I I I I I I I I I I I I I I I I 1 I I I I I M I I I I I I I I I I I I M I I I 
Sbjct : 12 4 3 94 gggcatctgctgtcgctgcctcggccccgggcagagccgggccgccccgggggcccgtct 12 4 4 53 

Query : 1116 t agt gt tctgccggaggacccagccgcct cc-mtccct gacagctcc ttgggc tgagttg 117 4 

I I I I I I I I I I I I I I I I I I I I I I j I I | | | | | I I I I I I I I I I I I I I || I I I I ! | I | | | | | 
Sbjct : 12 4 454 tagt gt tctgccggaggacccagccgcct ccaa t ccc tgacagctcct tgggctgagttg 12 4513 

Query : 117 5 gggacgccaggtcggtgggaggctggtg-mggggagcggggaggggcagaggag ttcccc 1333 

f 1 1 m 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 i 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 

Sbj ct : 12 4514 gggacgccaggtcggtgggaggctggtgaaggggagcggggaggggcagaggagttcccc 12 457 3 



http://wvAV.ncbi.nlm.nih.gov/blast/Blast.cgi 



3/17/04 



RID=1079554228-18277-13018448633.BLASTQ3, 
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Query: 1234 



Sbjct: 124574 



gg-mcccgtgcagatt 12 4 8 
II I i I I I I I I I I I I 
ggaacccgtgcagatt 124589 



Score = 665 bits (332), Expect = 0.0 
Identities - 398/415 (95%), Gaps = 9/415 (2%) 
Strand - Plus / Plus 



Query: 58 gctcggtagcgcggcgggcm-ggcaggcgccatgaccctgattgm-ggggtgggtgatga 115 

I I I I I I I I I I I I I I I I I I I M I I I I I I I I I I I I I I I I I 1 I I I I II I M I I I I II I I 

Sbjct : 123101 gctcggtagcgcggcgggcaaggcaggcgccatgaccctgattgaaggggtgggtgatga 123160 

Query: 116 ggtgaccgtccttttctcggtgcttqcctgccttctgqtgctggcccttgcctgggtctc 1 7 5 

I M I I M I I M II I I I I I I I I I I I I I I I I I I | | M | | | | | | M | | | | | | | m I I I 

Sbjct : 123161 ggtgaccgtcc tt ttctcggtgct tgcctgcc ttctggtgctggccct tgcctgggtctc 123220 

Query: 17 6 m-cgcacaccgctgagggcggggacccactgccccagccgtcagggaccccm-cgccatc 2 33 

I M II I I I I I I I I I I I I I I I M I I I I M I I I I I I I I I I I I I j I I I 

Sbj ct : 12 3221 aacgcacaccgc tgagggcggggacccac tgccccagccgtcagggaccccaacgccatc 123280 



Query: 23 4 



Sbjct: 12 32 81 



ccagcccagcgcagccatggcagctaccgacagcatgagaggggaggccccaggggcaga 2 93 
I I I I I I I I I I I I M I I M I II I I M I I M M I I I I I I I I I 1 I M I I I I I I I I I I M I I I I 
ccagcccagcgcagccatggcagctaccgacagcatgagaggggaggccccaggggcaga 12 33 40 



Query : 294 gacccccagcctgagacacagaggtc-nigctgcacagccagagcccagcacggggttcac 352 

I I I I I I I I I I I II I I I I I I I I I I 1 I | I I I I II I I I I I I I I I I I I 1 I II I I I I I I I I M 
Sb j ct : 12 33 41 gacccccagcctgagacacagaggtcaagctgcacagccagagcccagcacggggttcac 12 34 0 0 



Que ry : 
Sbjct : 



35 3 



123401 



agc-mcaccgccagccccggactccccgcaggagcccctcgtgctacggctg— wttcct 4 09 
I M M I I M I I I I I I I I I I I II 1 I I I II I I II I I I I I M I I I I I I I I I I I I | I | j 
agcaacaccgccagccccggactccccgcaggagcccctcgtgctacggctgaaattcct 12 3 460 



Query : 410 c -mtgattcagagcaggtggccagggcctggccccacgacaccattggctccttg 4 63 

I I M I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I M I I I I I I I I I I I I I I I I I 
Sb j ct : 12 34 61 caatgattcagagcaggtggccagggcctggccccacga caeca ttggctccttg 123515 



Score = 80.7 bits (40), Expect = 7e-12 
Identities = 48/50 (96%), Gaps = 1/50 (2 
Strand = Plus / Plus 



Query : 10 cccgcccggm-gtgcccgaggggccgcgatggagctgggggagccgggcg 58 

I I I I I I I I I I I II M I M I I I II I I | I || | I | | | | | | | | | | | | | | | || 
Sbjct : 122212 cccgcccggaag t gecega ggggecgega t ggagc t gggggagccgggcg 1222 61 



http://www.ncbi.nlm.nih.gov/blast/Blast.cgi 



3/1 7/04 



'RID-1079554228-18277-13018448633.BLASTQ3, 
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Score - 42.6 bits (21), Expect =1.9 
Identities = 21/21 (100%) 
Strand = Plus / Plus 



Query: 1261 t ttaaaaaaaaaaaaaaaaaa 1281 

M I I I I I I I I I I I I I | | | | M 
Sbjct: 1152 87 tt taaaaaaaaaaaaaaaaaa 115307 



Score = 38.6 bits (19), Expect = 31 
Identities = 22/23 (95%) 
Strand - Plus / Plus 



Query: 1259 gt t t t aaaaaaaaaaaaaaa aaa 12 81 

1 I I I I I I I I I I I I I I I I I I II I 
Sb j ct : 115286 gttt aa aaaaaaaaaaaaaaaaa 115308 



Score = 36.6 bits (18), Expect - 125 
Identities - 18/18 (100%) 
Strand = Plus / Minus 



Query: 12 64 aaaaaaaaaaaaaaaaaa 12 81 

I I I I I I I I I I I I M I II I 
Sbjct: 218391 aaaaaaaaaaaaaaaaaa 218374 



Score = 36.6 bits (18), Expect = 125 
Identities = 18/18 (100%) 
Strand = Plus / Minus 



Query: 1264 aaaaaaaaaaaaaaaaaa 1281 



Sbjct: 218390 aaaaaaaaaaaaaaaaaa 218373 



Score = 36.6 bits (18), Expect - 125 
Identities = 18/18 (100%) 
Strand - Plus / Minus 



Query: 12 6 4 aaaaaaaaaaaaaaaaaa 12 81 

I M I I I I I I I I I I I I I I I 
Sbjct: 218389 aaaaaaaaaaaaaaaaaa 218372 



Score - 36.6 bits (18), Expect = 125 
Identities = 18/18 (100%) 
Strand = Plus / Minus 




h tt p : // www . n cb i . n 1 m . n i h . go v/b 1 a st/B 1 ast . cgi 



3/1 7/04 



" RTD^ 1 079554228- 1 8277- 1301 844863 3 .BLASTQ3 , 
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Query: 1264 



aaaaaaaaaaaaaaaaaa 1281 
I I I I I I M I I I I I I I I I i 



Sbjct: 136554 aaaaaaaaaaaaaaaaaa 136537 



Score - 36.6 bits (18), Expect = 125 
Identities = 18/18 (100%) 
Strand = Plus / Minus 



Query: 1264 aaaaaaaaaaaaaaaaaa 1281 

I I I I I i I I II I I I I I I I I 
Sbjct: 13655 3 aaaaaaaaaaaaaaaaaa 13 65 36 



Score = 36.6 bits (18), Expect = 125 
Identities - 18/18 (100%) 
Strand - Plus / Plus 



Query: 1264 aaaaaaaaaaaaaaaaaa 1281 

I M I II I I I I I I I I I I I I 
Sbjct: 1152 9 7 aaaaaaaaaaaaaaaaaa 115314 



Score - 36.6 bits (18), Expect - 125 
Identities = 18/18 (100*) 
Strand - Plus / Plus 



Query: 1264 aaaaaaaaaaaaaaaaaa 12 81 

I I I I M I I I I I I I I I I I I 
Sbjct: 115296 aaaaaaaaaaaaaaaaaa 115313 



Score = 36.6 bits (18), Expect = 125 
Identities - 18/18 (100%) 
Strand = Plus / Plus 



Query: 1264 aaaaaaaaaaaaaaaaaa 1281 

I I M I M I I I I I I I I I I I 

Sbjct: 1152 95 aaaaaaaaaaaaaaaaaa 115312 



Score = 36.6 bits (18), Expect = 125 
Identities - 18/18 (100%) 
Strand = Plus / Plus 



Query: 1264 aaaaaaaaaaaaaaaaaa 1281 



Sbjct: 115294 aaaaaaaaaaaaaaaaaa 115311 




http://www.ncbi.nlm.nih.gov/blast/Blast.cgi 



3/1 7/04 



* KID=\ 079554228-1 8277- 13018448633.BLASTQ3, 
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Score = 36.6 bits (18), Expect = 
Identities - 18/18 (100%) 
Strand = Plus / Plus 



125 



Query: 12 64 




S b jet: 115293 aaaaaaaaaaaaaaaaaa 115310 



Score = 36.6 bits (18), Expect = 125 
Identities = 18/18 (100%) 
Strand = Plus / Plus 



Query: 1264 aaaaaaaaaaaaaaaaaa 1281 

I II I i I I I I I I I I I I I I I 

Sbjct: 1152 92 aaaaaaaaaaaaaaaaaa 11530 9 



Score - 36.6 bits (18), Expect - 125 
Identities = 18/18 (1001) 
Strand = Plus / Minus 



Query: 12 64 aaaaaaaaaaaaaaaaaa 1281 

I I I I I I I I I I 1 I I I I I I I 
Sbjct: 109993 aaaaaaaaaaaaaaaaaa 109976 



Score = 36.6 bits (18), Expect - 125 
Identities - 18/18 (100%) 
Strand - Plus / Minus 



Query: 1264 aaaaaaaaaaaaaaaaaa 1281 

I II I I 1 I I I I I I I I I I I I 
Sbjct: 109992 aaaaaaaaaaaaaaaaaa 109975 



Score = 36.6 bits (18), Expect = 125 
Identities - 18/18 (100%) 
Strand = Plus / Minus 



Query: 1264 aaaaaaaaaaaaaaaaaa 1281 

I I I I I I I I I I I I I I I I I I 
Sbjct: 109991 aaaaaaaaaaaaaaaaaa 109974 



Score - 36.6 bits (18), Expect = 125 
Identities • 18/13 (100%) 
Strand = Plus / Minus 



http://www.ncbi.nlm.nih.gov/blast/Blast.cgi 3/17/04 



'R1D=1079554228-18277-13018448633.BLASTQ3, 
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Query: 12 64 



aaaaaaaaaaaaaaaaaa 1281 
I I I I I ! M I ! I I I M I I I 



Sbjct: 109990 aaaaaaaaaaaaaaaaaa 109973 



Score - 36.6 bits (18), Expect - 125 
Identities - 18/18 (100*) 
Strand ~ Plus / Minus 



Query: 1264 aaaaaaaaaaaaaaaaaa 1281 

I I I I I I I I I i I I I II I I I 
Sbjct: 109989 aaaaaaaaaaaaaaaaaa 109972 



Score - 36.6 bits (18), Expect = 125 
Identities = 18/18 (3 00%) 
Strand = Plus / Minus 



Query: 1264 aaaaaaaaaaaaaaaaaa 1281 

I I I I I II I II I I I I I I I I 
Sbjct: 109988 aaaaaaaaaaaaaaaaaa 109971 



Score - 36.6 bits (18), Expect - 125 
Identities = 18/18 (100%) 
Strand = Plus / Minus 



Query: 1264 aaaaaaaaaaaaaaaaaa 1281 

I II I I I I I I I I I i I I I I I 
Sbjct: 109 98 7 aaaaaaaaaaaaaaaaaa 109 97 0 



Score = 3 6.6 bits (18), Expect = 125 
Identities - 18/18 (100%) 
Strand = Plus / Minus 



Query: 12 6 4 aaaaaaaaaaaaaaaaaa 1281 
I I I I I I I I I I I I I I I I I I 

Sbjct: 109986 aaaaaaaaaaaaaaaaaa 109969 



Score - 36.6 bits (18), Expect = 125 
Identities = 18/18 (100%) 
Strand = Plus / Minus 



Query: 12 64 aaaaaaaaaaaaaaaaaa 12 81 
Sbjct: 109985 aaaaaaaaaaaaaaaaaa 109968 



http://www.ncbi.nlm.nih.gov/blast/Blast.cgi 



3/17/04 



RID= 1 0795 54228- 1 8277- 1301 8448633 .BLASTQ3 , 
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BLASTN 2.2.8 [Jaii-05-2004] 

Reference : 

Altschul, Stephen F., Thomas L. Madden, Alejandro A. Schaf fer, 
Jinghui Zhang, Zheng Zhang, Webb Miller, and David J. Lipman (1997), 
"Gapped BLAST and PS I -BLAST : a new generation of protein database search 
p rograms " , Nuclei c Acids Res . 2 5:3389-3402. 

RID : 107 955422 8- 182 7 7-13018 448 633 . BLAST Q 3 

Query= 

( 1281 letters) 



Database: All GenBank+EMBL+DDB J+PDB sequences (but no EST, STS, 
GSS, or phase 0, 1 or 2 HTGS sequences) 

2,102,977 sequences; 10,130,642,339 total letters 



If you have any problems or questions with the results of this search 
please refer to the BLAST FAQs 

T a k o q o [ ii y r e p o r t s 



Dis tri biiti on of 3783 Blast Hits on the Query Sequence 



Mouse-over to show defline and scores. Click to show alignments 




Sequences producing significant 

qi I 37 182 08 4 [ qb [ AY 3 5 6 4 81 . 1 j Homo 
gi I 1 2 654232 j gb | BC00093 6 . 1 | H omo 
qi [ 213 0 34 10 j qb | AY 0 37155 . 1 | H omo 
qi | 21620 0 57 | qb | BC 0 3 3182 , 1 j Homo 
g i | 3 ! 54 3:. 99 ■ r c f NM__0 3 L 4 2/1 . 2 [ Ho 



Score E 

alignments: (bits) Value 



sapiens clone DNA73744 TLIE . 
sapiens chromosome 7 open r. 
sapiens hypothetical membra, 
sapiens chromosome 7 open r. 
mo s a p i. e n s c h r omo s ome 7 open. 





0 


0 


2 1 1 2 


0 


0 


2102 


0 . 


0 


2042 


0 . 


0 


2 042 


o . 


0 



III! 
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RID= "1079554228-1 8277-1301 8448633.BLASTQ3, 
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qi | 1675 63 34 j qb | AC 010973 , 6 | Homo sapiens BAG clone RP11-148K. 

qi | 37 53 98 46 i gb I BC0 3 91(:2 , 1 Rattus norvegicus Unknown (prote . 

q_i | 3 8 4 5 4 2 97 | ref j NM_1 9 8 7 91. J. | Rattus norvegicus Unknown (pro. 

g i j 18 04 34 2 3 j qb | BC0195 47 . 1 j Mus mus cuius RIKEN cDMA 20100040. 

cji. J. 1 2 8 4 2 O S 7 J.dbji_J_ >^5_0 0 8 1 0_9 _[_ Mus musculus a du 1 1 ma 1 e sma 11 i . 

qi I 72 5 92 33 | ri b j | ABO 3 0.1 8 3 . 1 1 Mus musculus mRNA, complete cols, . 

qi i 11967944 j re I: ! MM 022 418 . 1 j Mus musculus RIKEN c DMA 201000. 

:3:LJJL?JL1JLL^ Mus musculus cat heps. in S (. 

q i | 18 8 7 3 502 j e mh j AL 603 7 02 . 14 j Mouse DNA sequence from clone . 
g i | 2 1 9 5 3 2 6 5 j er n b j AL 5 9 1 9 1 3_. 14 |_ Mous e D NA s e que n c e f r om clone . 
g.i. | 2 5 0 1 3 3 7 9 ! qb | AC 0 92 2 0 3 . 1 5 j Mus musculus chromosome 3 clone. 

Mouse DNA sequence from clone . 

qi | 2 2 6 322 31 1 qb | AE 0 0 3 4 9 6 . 3 j Drosophila me lanogaster chr omo s o . 

gi | 2 317 2 5 0 6 1 gb | AE 0 0 3 7 6 6. 2 ! Drosophila melanogaster chromoso. 
qi | 1 5 4 514 8 4 j q b | A C 022 3 4 6 . 3 I Drosophila melanogaster, chromos . 
3iJ_JLiLG?_8_^ Drosophila melanogaster, . 

qi I 1 3 67 6 9 1 9 j qb 1 AC 0 0 7 8 2 7 . 5 j AC 0 Q 7 8 2 7 Drosophila melanogaster, . 



g.i. | 25455625 j qb | BC040122 . 1 



qi | 29791641 | qb | BC05 0 5 47 . 1 i 
qi I 87 36105 8 j qb | AC107 662 . 9 | 



Homo sapiens paired immunoglobin . 

Homo sapiens paired immunoglobin. 
Mus musculus chromosome 9, clone. 

gi | 16551810 j dbj i A K056412 . 1 | Homo sapiens cDNA FLJ31850 fis, . 
Qll^S}A9J^^l^PA^^}^^3^J..:A^l. Homo sapiens chromosome 17, clo. 
gi | 2 6 2 01 7 0 6 j qb | AC 0 0 4 4 4 8 . 3 | H omo s a p i ens c h r omo s ome 17, clon. 
g.i. | 5 8 1 7 8 5 6 | q b j 7 -YF 1 6 1 0 6 1 . 1 j A F 1 610 8]. H omo sapiens activating r . 
.2lUA5.Q.§i^ Homo sapiens clone RG161A. 

qi 1 10 441892 j qb | AF217 981 . 1 j AF217961 Homo sapiens clone PP155. 
g i | 67 0 6 62 2 1 ernb | Ad 2 7 9 5 6 5. 1 j HS A2 79565 Homo sapiens genomic DM . 

qi | 2 17 39966 j ernb | AL834 33G . 1 j HSM80 5291 Homo sapiens mRNA; cDN . 

gi | 2 17 39928 | ernb j AL8 34 317 . ;1 | H3M8 0 53 61 Homo sapiens mRNA; cDN. 

qi | 11 93215 4 j ernb ! AO'40 08 46 . 1 1 H3 A40 08 46 Homo sapiens mRNA for . 

qi | 11932151 1 ernb j AJ4Q0645 . 1 | HSA4Q0845 Homo sapiens mRNA for . 
qi | 206982 1 gb j M32515 . 1 j RATSIMPB Rat simple sequence DNA, clo. 
qi | 206979 j qb jM 36626. 1 j RATS I MPA 1 Rat simple sequence DNA, cl . 



_!_{_ Homo sapiens paired immunoglob. 



gi | 30179910 j ref | NM 17 82 
g: | 30 1 7 99 I A 1 rof i NM_0 1 34 46.3 _L Homo sapiens paired immunoglob. 
gi | 3 0 17 9 912 1 re f j NM _ 1 7 5 0 4 7 . 2 j Homo sapiens paired immunoglob. 

Mus mu s c ulus c: h r o mo s ome 5 , clon. 
Mus musculus BAC clone RP2 4-2 9 6G. 



qi | 38564373 j qb | AC 113203 . 10 | 
qi j 3314.7431 j qb j AC 127256 . 4 j 



gi 1180 432221 qb | BC 0200 



qi 1 22213506 j qb | A C122857 . 2 | 



Mus musculus cell division cycle. 

Mus musculus BAC clone RP23-125A. 

Mus musculus BAC clone RP2 4-17 4G. 

Mu s mu sculu s c h r omo some 3 , clone. 



qi |22138609| q b 1 AC 12 19 0 3 . 2 | 
gi 1 37 9514 1 9 j qb | ACl 102 4 0 . 8 j 
9li^^A^§§l^tl^.J^l^l.:AL Neurospora crassa strain OR7 4A 
gi | 7 6 5 627 3 | q b | ACQ 67939 . 1. j ACQ 67 939 Neurospora crassa chromos. 
qi | 2 0 0 6 8 4 0 7 j ernb | AL 3 5 8 4 7 2 . 5 4 | Human DNA sequence from clone . 

gi | 6715147 1 qb 1 AF133622 . 1 j AF188522 Mus musculus selectively . 
9AlA^§^ll.^i.^L\.^^l^^A^i Homo sapiens KIAA0476 gene pro. 
qi | 32436422 j ernb j AL935159 .111 Mouse DNA sequence from clone . 

gi I 1 0 9 4 67 4 2 j re f j NM 021398. 11 Mus musculus solute carrier fa. 
gi 1 413 5 1 5 6 9 | gb | AC 1102 1 9 . 1 1 j Mu s mu s c u 1 u s c h r omo s ome 1 , clon. 
^l^S}AAl^AL^hlIhAM^A§l.:.li. Pinus sylvestris microsatellite . 
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b_09 
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63 
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61 
61 
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r ^ 7 

r. n 
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e- 
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2e 
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le 
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le 

le 
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le 

le 
le 

le 
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5e 
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127 
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- 0 6 
-06 
-0 6 

-05 
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05 
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05 

04 
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- 0 4 
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qi I 2 1 6 1 4 6 2 9 j emb | AL 6 7 2 2 1 8 . 9 | Mouse DNA sequence from clone R. 
q:i | 3 8 050 j etab | X 68 3 51 . 1 | MFAPO.A4A. M . fascicular! s gene for apol . 

3.iJ-3.0728JJ_,^^ Human (clone CTG-B10) mRNA s. 

qi | ^^J^9J.5J_^ m j^Y3e8 2_^_._l_l Homo sapiens TATA b ox b i n d l n g p r . 

q i j 3 3 4 3 9 3 7 1 [ qb | AY 3 3 3 2 0 2 . 1 j Anopheles merus clone r2a micros, 

g i | 3 3 4 3 9 3 6 5 | gb I AY 3 3 319 6. 1 j Anopheles gambiae clone b2bc mic. 

9M-3.^^^A§Ai^l\.M.A2^1^^1A. Anopheles gambiae clone b2a micr. 

g j. [ 3 3 4 3 9 3 6 3 J qb J AY 3 ■ 3 3 1 94.1! An op h e 1 e s gamb i a e clone b 1 be mi c . 

qi | 3 3 4 3 9 3 6 2 ! qb | AY 3 3 3 19 3 . 1 j An opheles ga mb i a e clone bla micr. 

qi | 3 3 4 3 9 3 61 j qb | AY 3 3 3192. 1 j Anopheles gambiae clone s2ab mic. 

qi \ 33439360 j qb I AY333191 . 1 j Anopheles gambiae clone slab mic. 

3.Ui.i31B6;l^ Mus musculus hypothetical protei. 



gi | 2 31243 64 j qb | A C09 3 0 4 3 . 6 j 
gi I 29423846 j qb | AC137055 . 12 | 
q i I 29336195 j q b [ AC040162 . 5 j 
qi I 211 6 6215! q b | AC1 12516 .21 
qi | 2317 15 9 0 j qb | AEQ03 72 0 . 3 j 



Mus Musculus Strain C5 7BL6/J Chr. 

Homo sapiens 12 BAG RP11-68 6G8 . 
Homo sapiens chromosome 16 clone. 
Homo sapiens chromosome 3 clone . 

Drosophila melanogaster chromoso. 
Drosop h 1 1 a me 1 a n o g a s t e r c h r omo s o . 
D rosophila me 1 a no ga s t e r ch r omo s o . 
Drosop> h i 1 a me 1 a n o ga s t e r c h r omo s o . 
Mus musculus adult male medulla. 
.9Lil.?Ji55i?-§^ E 1 me r 1 a ma x i ma c OM P-dependent pr. 

.9l:UA^.?iLZ:?i^ Zebrafish DNA sequence from cl . 

qi | 19860 514 | qb | AIT 3 67096. 1 | Pinus taeda microsa tellite RPTes. 
qi | 19 8 8 051 3 | gb | AF367 0 95 . 1 j Pinus taeda mic rosatellite RPTes. 
q i | 19 8 8 0 5 1 2 j qb \ AF 3 6 7 0 9 4,1! Pinus taeda mic rosatellite RPTes. 
.3iLi-?-§A9-.5j^^ Pinus taeda microsa t el lite RPTes. 

5A.J..-t7.57 13 8_4 J__r Drosophila melanogaster (sas). 

qi | 2 7 1 51411 j q b | AC 0 7 92 4 5. 3 5 | Mus musculus c h r o mo s o me 9 clone . 

Sus scrofa TATA box-binding. 



qi | 2317 0582 | gb I AE0 03 67.2^_3J_ 
3.4 .1..?. ?. .0. .5 7 0 J gb | A_E 0 0 3 5 4 0 3 _ j_ . 
gi 1 22 9 467 10 ! q b | AK 0 03 655 . 3 | 
qi | 26082580 j dbj | AK031890 . 1 | 



qi | 17 02 8 0 63 j qb 1 L47 97 2 , 1 j PIGTBBP 



qi | 155 29 03 3 [ qb 1 AY044869 . 1 I 

qi | 154 51514 j qb | AC 0 0 9 4 62 » 6 \ 
qi I 1 5 41 2 4 3 2 j gb [ AC 0 912 2 3 T~2 T 

qi | 15 292268 j q b I AY 0 5 1 9 7 9' . 1 j 



Homo sapiens p4 00 SWT 2 / SNF2 - rein . 

Drosophila melanogaster, chromos . 
Drosophila melanogaster 3L BAG R. 

Drosophila melanogaster LD44801 . 

gi | 1 5 2 7 8 J. 9 2 [ q b | AF 4 0 1 6 5 6 . "I, j A.rj'4 016 5 6 Homo sapiens MAGI-1C bet. 

qi | 15278185 j qb | AF401655 . 1 [AF 4 0. 165 5 Homo sapiens MAGI - 1A mRN . 

.9.:L!JL§2J!_L1J_1] Homo sapiens MAGI - 1 B alp. 

.9.Ai.i252_i34 3J_gbJ_AY5^ Homo sapiens TATA box binding pr. 

qi | 13 7 0278 7 [ qb | AC 0 1 0121.71 AC 0 1 0121 Drosophila melanogaster, . 



qi 1 30 911038 [ emb [ AL92 913E 
gi | 7 5 0 5 8 3 6 6 J gb j HOO h O 0 2 9 . 



> . 1 5 [ Mouse DNA sequence from clone . 

_1J__ Homo sapiens, clone IMAGE : 57 52 3 0 . 

g i | 2 2 0 2 2 3 0 2 j db j | AB 0 3 0 7 2 8 . 1. | Plus musculus gene for n on -mi toe. 
gi [ 3 7 9 5 8 2 8 9 j qb j AY 2 2 5 9 0 6 . .1 | Meurospora sp. FGSC 8847 microsa. 

g_i | 4 0 3 5 419 6J_re f j NM__02 0 4 5 7 . 2 | Homo sapiens THAP domain conta . 



53 
5 3 

33 



5 3 



5 3 
5 3 
5 3 



5 3 
5 1. 



i "? 

5 3 
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0 . 002 
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0 . 0 02 
0 . 0 02 
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0 . 002 
0 . 002 

0 . 002 

0 . 002 

0 . 0 02 

0 . 002 

0 . 002 

0 . 002 

0 . 002 

0.002 

0 . 0 0 2 

0 . 0 02 

0 . 0 02 

0 . 002 

0 . 002 

0 . 0 02 

0 . 0 02 

0 . 002 

0 . 002 

0 . 002 

0 . 002 

0 .002 

0 . 0 02 
0 . 002 

0 . 002 

0 . 0 02 

0 . 002 

0 . 002 

0 . 002 

0 . 002 
0 . 002 

0 . 002 

0.002 
0 . 002 

0 . 002 



Get 'selected sequences j Select ail j Deselect all | 

□ > qi | 3 718 2 0 8 4 j gb | AY 3 5 8 4 81.1; fill! Homo sapiens clone DNA73744 TLIE763 (UNQ763) mRN 
Length - 1310 



http://www.ncbi.nlm.nih.gov/BLAST/Blast.cgi 



3/17/04 



•R1D=1 079554228-18277- 13018448633.BLASTQ3, 
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Query: 1 
Sbjct: 1 

Query: 60 
Sbjct: 61 

Query: 118 
Sbjct: 121 

Query: 17 7 
Sbjct: 181 

Query: 2 36 
Sbjct: 241 

Query: 2 96 
Sbjct: 301 

Query: 3 55 
Sbjct: 361 

Query: 411 
Sbjct: 421 

Query: 467 
Sbjct: 481 

Query: 525 
Sbjct: 541 

Query: 58 4 
Sbjct: 601 



6 bits (1071), Expect - 0.0 

•- 1260/1310 (96%), Gaps - 29/1310 (2%) 

us / Plus 

cggctcgagcccgcccgg-mg tgcccgaggggccgcgatggagctgggggagccgggcgc 5 9 
I I I I I I I I I I I I I II I I I I I I I I I I I I I I I I I I II I I I [ I I I I I I I I I I I I I I I I I I I 
cggctcgagcccgcccggaagtgcccgaggggccgcgatggagctgggggagccgggcgc 6 0 

tcggtagcgcggcgggc-mggcaggcgccatgaccctgattg-mggggtgggtgatgagg 117 



tcggtagcgcggcgggcaaggcaggcgccatgaccctgattgaaggggtgggtgatgagg 12 0 

tgaccgtccttttctcggtgcttgcctgccttctggtgctggcccttgcctgggtctc-m 17 6 

I I I I If I I I I I I I I I I I I I I I I 1 I I I I I I I I I I I I I I I I I I I I I I I I I I | | | | | | | |[ 

tgaccgtccttttctcggtgcttgcctgccttctggtgctggcccttgcctgggtctcaa 18 0 

cgcacaccgctgagggcggggacccactgccccagccgtcagggacccc-mcgccatccc 2 35 

II M I I I I I I II II I I II I I I I I I I II I M I I I I I I I I I I M I I I M I I MINIMI 
cgcacaccgctgagggcggggacccactgccccagccgtcagggaccccaacgccatccc 24 0 

agcccagcgcagccatggcagctaccgacagcatqagaggggaggccccaggggcagaga 2 95 

II I I I II I II I I I II I II I II I I I M I I I I I M M II II II I M M M I I I M I I 

agcccagcgcagccatggcagctaccgacagcatgagaggggaggccccaggggcagaga 3 00 

c ccccagcctgagacacagaggt c-mg c tgcacagccagagcccagcacqgqgttc a c a g 3 5 4 
I I II I I I II I M I I M I I I M M I M I M I I I I I I I I M I I II I I II I I M I I II I I I 
cccccagcctgagacacagaggtcaagctgcacagcca gagcccagcacggggt t cacag 3 60 

c-mcaccgccagccccggactccccgcaggagcccctcgtgctacggctg— wttcctc- 410 
I I M II I M II M I II II M I I I I M I II I I I I II II II I M I I I I II 11 I I M 
caacaccgccagccccggactccccgcaggagcccctcgtgctacggctgaaattcctca 42 0 

mtgattcagagcaggtggccagggcctggccccacgacaccattggctccttg gga 4 66 

I I I M II I I I I I I I II I I I I I I I M I 1 I I I M I M I I I I I I I M I I I I I I I I 111 
atgattcagagcaggtggccagggcc tggccccacgacaccattggctcc ttgaaaagga 4 8 0 

c c c a g 1 1 1 c c c g g c c g g g - m c a g c a g g Lgcgactcatctacc-rngggcagctgctaggcg 52 4 
I I I I I M I I I I I I I I I I 1 M I I I I I I I I M I I I I I 1 I I I I I I I I M I II M I I I II 
cccagtttcccggccgggaacagcaggtgcgactcatctaccaagggcagctgctaggcg 54 0 

acgacacccagaccctgggcagcct tcacc tccctccc -met gcgttctccac Lgccacg 5 83 
I I I I I I I I I M I I I I I I I I I I I I II I I I II I I I I M I I I I I I I I I I II II I II I I I I I 
acgacacccagaccctgggcagccttcacctccctcccaact.gcgttctccactgccacg 60 0 

tg Lccacgagagtcggtccccc— wtcccccctgcccgccgggg tccgagcccqgcccct 641 
I I I M I I I ! I M I I I I I I I I I I I I I I I II I 1 I II I I I M I I I I I I I I I I M I M I I I 
tgtccacgagagtcggtcccccaaatcccccctgcccgccggggtccgagcccggcccct 660 
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Query: 642 ccgggctgg--wtcggcagcctgctgctgcccctgctgctcctgctgttgctgc tgctct 69 9 
MINIMI I I I I I M I I I! I I I I I M I I I I I I I I ! M I I I I ! I I I I I I ! I I I I I I 

Sb j ct : 661 ccgggctggaaatcggcagcctgctgctgcccctgctgctcctgctgttgctgctgctct 72 0 

Query : 7 00 ggtactgccagatccagtaccggcccttctttcccctgaccgccac tc Lgggcctggccg 7 5 9 
I M II I I I I I M I I I I I I I I I I I I I I I M I I I M I I I I I I I I I I M M M I M I II I II I 

Sb j ct : 721 ggtactgccagatccagtaccggcccttctttcccctgaccgccactctgggcctggccg 78 0 

Query : 7 60 gc t. tcaccctgct cctcagt ct cctggcctttgcca tgtaccgcccq tagtgcctccgcg 819 

M I I I I I I I I I ! I I I I I I I I I I I I I I I I I I ! I I I I I I I I I I I I I I I I I I I I I I I | I | | | | 
Sb] ct : 7 81 gcttcaccctgctcctcagtctcctggcctttgccatgtaccgcccgtagtgcctccgcg 84 0 

Query : 82 0 ggcgcttggcagcgtcgccggcccc tccggaccttgctccccgcgccgcggcgggagc tg 87 9 

I I M II I I I I II I I I I I I II II II I M I I II I I I I II II II I I I I I I I II II I I I I I I II 

Sb j ct : 8 41 ggcgcttggcagcgtcgccggcccc tccggacc tt gctccccgcgccgcggcgggagc tg 90 0 

Query : 8 80 ctgcctgcccaggcccgcctctccggcctgcctct tcccgc tgccc tggagcccagccct 93 9 

II I M II I I I II I I I I I I I I I M I I I II I I [ II I I I I I I I I I I I I I I I I I II I II I I I I I 

Sb jet : 901 ctgcctgcccaggcccgcctctccggcctgcctcttcccgctgccctggagcccagccct 960 

Query : 94 0 gcgccgcagaggac tcccgggac tggcggaggccccgccct gcgaccgccggggctcqgg 99 9 

M I I II I I I II I II I I II II I II I I I MM I II I I M II II I I 

Sb j ct : 961 gcqccgcagaggactcccgggactggcggaggccccgccctgcgaccgccggggctcggg 102 0 

Query : 10 00 gccacctcccggggctgctg-mcctcagcccgcactgggagtgggc tcctcggggtcggg 10 58 

I M I I M M M I M M II M I II I I M II I I I I I I I II I II I II II I I M I II I II I I 
Sb jet : 1021 gccacctcccggggctgctgaacctcagcccgcactgggagtgggc tcctcggggtcggg 108 0 

Query: 1059 catctgetq tcgctgcctcggccccgggcagagccgggccgccccggggqcccgtcttag 1118 

M M M I I I I M I I M M I I M I I I M M M I M M I I I M M I M I I I M M I II M M 
Sb] ct : 1081 catctgctgtcgctgcctcggccccgggcagagccgggccgccccgggggcccgtcttag 114 0 

Query: 11 19 tgttctgccggaggacccagccgcctcc-mtccctgacagctccttgggctqagttgggg 117 7 

M I II M M I M I I I M I I I I I I I I | I | I II I II II II I M II I I I I I I II II I II I I 
Sbjct : 1141 tgttctgccggaggacccagccgcctccaatccctgacagctccttgggctgagttgggg 12 0 0 

Query : 117 8 acgccaggtcggtgggaggctggtg-mggggagcggggaggggcagaggagttccccgg- 12 3 5 

I II I II II II II I I [ I I M I I M II I I I I II M I I I M I I I M M I I I I II M M I I 
Sb j ct : 12 01 acgccaggtcggtgggaggctggtgaaggggagcggggaggggcagaggagttccccgga 12 6 0 

Query: 12 3 6 mcccgtgcagatt- -wgt-mctgtg-mgtttt aaaaaaa aaaaaaaaaaa 12 81 

M I II I M II I I II MM I I I I I II II I II I M II I I I II I I 
Sb j ct : 12 61 aoccgtgcagattaaagtaactgtgaagttttaaaaaaaaaaaaaaaaaa 1310 



•f^ ^ilA.^i^AiL?^ H <m apiens chromosome 7 open reading frame 2 

MGC:5442 IMAGE : 3 4 4 9 9 7 9 ) , complete cols 
Length = 1347 
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Score - 2112 bits (1054), Expect - 
Identities = 1220/1264 (96%), Gaps 
Strand - Plus / Plus 



0 . 0 

= 25/1264 (1%) 



Query : 10 cccgcccggm-gtgcccgaggggccgcgatggagctgggggagccgggcgctcggtagcg 68 

I I I I I I I I I I I I I I I I I I I II I I I I I I I I I I I I I I I I I M I I I 1 I I I II II I I I I I I ! 

Sbjct : 51 cccgcccggaagtqcccgaggggccgcgatggagctgggggagccgggcgctcggtagcg 110 

Query : 69 cggcggy cm-ggcaggcgccatgacce tga ttgm-ggggtgggtgatgaggtgaccgtcc 12 6 

I I I I I I I I I I I I II I I I I I I I I I I I I I I I I ! I II I I I I I I I M I I I I I M I I I II I 

Sb j ct : 111 cggcgggcaaggcaggcgccatgaccctgattgaaggggtgggtgatgaggtgaccgtcc 170 



Query : 12 7 ttttctcggtgcttgcctgccttctggtgctggcccttgcctgggtctcm-cgcacaccg 
I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I M I II I I I I I I I I I I I I I MINIMI 
Sb j ct : 171 ttttctcggtgcttgcctgccttctggtgctggcccttgcctgggtctoaacgcacaccg 



18 5 



230 



Query : 18 6 c tgagggcggggacccac tgccccagccgtcagggaccccm-cgccatcccagcccagccf 
I I I I I I I II I I i II I I I I I I I I I I I M M I I I I I I II I I I I I II I I I I I I II M I I I I 
Sb j ct : 231 ctgagggcggggacccactgccccagccgtcagggaccccaacgccatcccagcccagcg 



244 



290 



Query : 2 45 cagoca tggcagc t accgacagca tgagaqgggaggcccca ggggcagagacccccagcc 30 4 

I II M I I I I i I M I M I M II I I I I I I I I I I I I I I I I I I II I I I I I I I I M | I 

Sbjct : 2 91 cagccatggcagctaccgacagcatgagaggggaggccccaggggcagagacccccagcc 35 0 



Query : 
Sb-] ct : 



305 



351 



tgagacacagaggtcm-gctgcacagccagagcccagcacggggttcacagcm-caccgc 3 62 
I I M II I ! I II I I I I I I I I I I I I I I I I I I I I I I I M M I M I I I I I I I I I M M II 
tgagacacagaggtcaagctgcacagccagagcccagcacggggttcacagcaacaccgc 410 



Que ry : 
Sbjct : 



363 



411 



cagccccggac tc cecgcaggagcccc t cgt gc ta cggc t gw- - 1 tec t cm- 1 gat Lea g 
I I M II M I I I M M I I I I M I I M II I I I I I I I II I I II I II I M I I I I I M M 
cagccccggac tccccgcaggagcccct eg tgc Lacggctgaaattcctcaatgattcag 



419 



470 



Query : 
Sbjct : 



420 



4 71 



agcaggtggccagggcctggccccacgacaccattgqctccttg ggacccagtttc 

II I M M M M I II I I II M I I I I I M I I I I I M M i I M I I I I M II I II II I I I 

agcaggtggccagggcctggccccacgacaccattggctccttgaaaaggacccagtttc 



475 



Query : 47 6 ccggcegggm-cagcaggtgcga ctcatctaccm- gggcagc tgc taggcgacgacar.ee 53 3 

M M I II I I I I I I I I I ! I I II I I I I I I M I ! I I I M I II I II M I I I I I I M I I M 
Sbj ct : 5 31 ccggccgggaacagcaggtgcgactcatctaccaagggcagctgctaggcgacgacaccc 590 

Query : 5 34 agaccc tgggcagect tcacctccctcccm-ctgcgttctccactgccacgt gtccacga 5 92 

I I M I II I I I I I I I I I I M I I I I I I I I I I I II M II I I I II I I II I M I I I M II II I 
Sbjct : 5 91 agaccctgggcagccttcacctccctcccaactgcgttctccactgccacgtgtccacga 65 0 



Query : 5 93 gagtcggtcccccw--tcccccctgcccgccggggtccgagcccggcccctccgggctgg 65 0 

I I I I I I I I I I I I I I II I I I I I I I I I I I I I I I I I I II II I j I II I I I II I II I I II I I 
Sbjct: 651 gagtcggtcccccaaatcccccctgcccgccggggtccgagcccggcccctccgggctgg 710 
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Query: 651 w-- tcggcagcctgctgctgcccctgc tgc tec tgctgttgctgc tgctctggtactgcc 708 

I I I I I I I I I I II I I I I I I I I I I I II I I I I I I If I I I I I I I I I I I I I I I I II I I I I I I 
Sb j ct : 711 aaa tcggcagcctgctgctgcccctgctgc tectgetg ttgc tgc tgctctggtactgcc 77 0 

Query : 7 0 9 aga Lccag Laccggcccttct ttccc ctgaccgccac t ctgggcctggccggcttcac.ee 7 6 8 

I I II I M 1 I I I I I I I I I I I I I I I I I I I I I I I M I I I I I I I I I I I I I I I I I I I I I I I I I I I 
Sbj ct : 7 7 .1 agatccagtaccggcccttctt tcccc t gaccgccac t ctgggcctggccggct t cacoc 83 0 

Query : 7 69 tgc tcctcagt ctcc tggee tttgccatgt accgcccgtagtgcctccgcgggcgc t tgg 82 8 
I I I I I I I I I I I 1 I I I I I I I I II I I I I I I I I I I I I I I I I I I I I I I I I I I I I II I I I I I I II 

Sb j ct : 831 tgctcctcagtctcctggcct L Lgccatgt accgcccgtagtgcctccgcgggcgc t tgg 890 

Query : 82 9 cagcgtcgccggcccc tccggacctt gctccccgcgccgcggcgggagc tgetgee tgee 8 8 8 

I I I I I II I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I M II I I I i I I 
Sb jet : 8 91 cagcgtcgccggcccctccggaccttgc tccccgcgccgcggcgggagctgctgcctgcc 95 0 

Query : 8 8 9 caggcccgcc tctccggcct gect ct tcccgct gece tggagcccagccc t gcgccgcag 948 

1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 i i 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 ii 1 1 1 1 ii i 

Sb j ct : 951 caggcccgcctctccggcctgcctcttcccgccgccctggagcccagccctgcgccgcag 1010 

Query : 9 49 aggactcccgggactggcggaggccccgccctcjcgaccgccggggctcggggccacct.ee 100 8 

M I I I I I I I 1 I I I I I I I I I II I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I | I 
Sb j ct : 1011 aggactcccgggactggcggaggccccgccctgcgaccgccggggctcggggccacctcc 107 0 

Query : 10 09 eggggctge tg-mcctcagcccgcactgggagt gggctcctcggggtcgggca tetgetg 1067 

I I I I I I I I I I I I I I I I I I I I I I I I I I I II I II I I I I I I I I I I I I I I I I I I I I I M I I I 
Sbj ct : 1071 cggggctgctgaccctcagcccgcactgggagtgggctcctcggggtcgggcatctgctg 1130 

Query : 10 68 tcgctgcctcggccccgggcagagccgggccgccccgggggcccgtcttagtgttctgcc 112 7 

I I II M I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
Sb j ct : 1131 tcgctgcctcggccccgggcagagccgggccgccccgggggcccgtcttagtgttctgcc 1 190 

Query : 112 8 ggaggacccagccgcctcc-mtccctgacagctccttgggctgagttggggacgccaggt 1 18 6 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
Sbj ct : 1 191 ggaggacccagccgcc Lccaatccctgacagctcc ttgggc tgagttggggacgccaggt 1250 

Query : 118 7 cggtgggaggctggtg-mggggagcggggaggggcagaggagttccccgg-mcccgtgca 12 4 4 

I I I I I I I I I I I II I I I I I I I I I I I I I I I I I I I I I [ I I I I I I I I | | | | | I I I I I M I 
Sbj ct : 12 51 cggtgggaggctggtgaaggggagcggggaggggcagaggagttccccggaacccgtgca 1310 



Query: 1245 gatt 1248 
I I I I 

Sbjct: 1311 gatt 1314 



D >gi_ \ 2 1 3 0 3. 41 0 J gb J .AY03715_5 A _1_L 
complete cds 
Length 13 32 



Homo sapiens hypothetical membrane protein SB14 4 
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Query: 2 8 

Sbjct: 51 

Query: 87 

Sbjct: 111 

Query: 146 

Sbjct: 171 

Query: 2 05 

Sbjct: 231 

Query: 2 64 

Sbjct: 2 91 

Query: 323 

Sbjct: 351 

Query: 3 82 

Sbjct: 411 

Query: 439 

Sbjct: 471 

Query: 494 

Sbjct: 531 

Query: 5 53 

Sbjct: 591 

Query: 610 

Sbjct: 651 



2 bits (1049), Expect = 0.0 

= 1233/1282 (96%), Gaps = 28/1282 (2%) 

us / Plus 

ggggccgcgatggagctgggggagccgggcgctcggtagcgcggcgggcm-ggcaggcgc 8 6 
I | I I | | I S | ] I I I I I I I I I I I I I I I I I I I I I I I I I II I I I I I I I I I I I I I i I I I I I I I 
ggggccgcgatggagctgggggagccgggcgctcggtagcgcggcgggcaaggcaggcgc 110 

catqaccctgattgm-ggggtgggtgatgaggtgaccgtccttttctcggtgcttgcctg 14 5 
I I I I I I I I I I I I I I I I I I i I I I I I I I I I I I I I I I I I I I I I I I I I I II I I I I I I I I I I I 
catgaccctga ttgaaggggtgggtgatgaggtgaccgtccttttctcggtgcttgcctg 17 0 

ccttctggtgctggccc ttgcctgggtctcm-cgcacaccgctgagggcggggacccnct 2 0 4 
I I I I I I I II I I I I I I I I II I I I ! I I I I I I I I I M I I I I I I I I I I I I II I I I I I I I I I I 
ccttc Lggtgctggcccttgcctgggtctcaacgcacaccgctgagggcggggacccact 2 3 0 

gccccagccgtcagggaccccm-cgccatcccagcccagcgcagccatggcagctaccga 2 63 
i i I I I I I I I I I I I I I I I I I I I I II I I I I I I I I I I I I I I I I I I I I I II I I I I I M I I M 
gccccagccgtcagggaccccaacgccatcccagcccagcgcagccatggcagctaccga 2 9 0 

cagca t gaga ggggaggcccca ggggca gaga cccccagcct gagacacagaggt cm- gc 32 2 

I I I I I I I I I I I I I I I I I M I I I I M I 1 I I I I I I I II M I I I M I I II I I I I II II I II 
cagca t gagaggggaggccccaggggcagagacccccagcc tgagacacagaggt caagc 3 5 0 

tgcacagccaga gcccagcacggggttcacagcm-caccgccagccccggactccccgca 3 81 

I I I I I I I I I I I I I I I I I I I I I I M I I I I I I I II II I I I I I I I I I I I I I I I I I I I II I I 

tgcacagccagagcccagcacggggttcacagcaacaccgccagccccggactccccgca 410 

ggagcccctcgtgctacggctgw—ttcctcm- tgatt cagagcaggtggccagggcct g 438 



g q a q c c c c t c q t g c t a c q g c t g a a a 1 1 c c t c a a t g a 1 1 c a g a g c a g g t g g c c a g g g c c t g 4 7 0 
gccccacgacaccattggctccttg ggacccagtttcccggccgggm-cagcaggt 4 9 3 



g c c: c c a c g a c a c c a 1 1 g g c t c c 1 1 g a a a a g g a c c c a q 1 1 1 c c c g g c c g q g a a c a g c a g g t 5 3 0 

q c g a c t c a t c t a c cm - gg gc a q c t gc t a g g c g a c g a c a c ccag a c c c t g g gc a g c c ttca 5 5 2 
I M I I I I I I I I I I I I I I I I I I M I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I II I 

gcgactca tctaccaagggcagctgctaggcgacgacacccagaccctgggcagccttca 5 90 

cctccctcccm-ctgcgttctccactgccacgtgtccacgagagtcggtcccccw — tec 6 0 9 
I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I II I I I I i I M I I I I I I I I I I I 

cctccctcccaac tgcgttctccactgccacgtgtccacgagagtcggtcccccaaatcc 65 0 

cccctgcccgccggggtccgagcccggcccctccgggctggw — tcggcagcctgctgct 6 67 
I I I I I I I I I I I ! I I I I I I I I I I I I I I I I I I I I II I I I I I I I I I I I I I I I I I I I I I I I 

cc cctgcccgccggggtccga gcccggcccct ceggge tggaaat cggcagcc tget get 710 
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Query: 668 gcccctgctgctcctgctgttgctgctgctctggtactgccagatccagtaccggccctt 
I I I I It I I II I II I I I I M I I I M I I I I I I I I I I I I I I I I I I I I I I M I I I I I I I I I I I I 
Sb j ct : 711 gcccctgctgctcctgctgttgctgctgctctggtactgccagatccagtaccggccctt 



727 



77 0 



Query : 72 8 ctttcccc tgaccgccactctgggcctggccggctt caccctgctcctcagtctcctgqc 7 8 7 

I II I I I I I I I I I I II II I I I I I I I I I I I I I I M I I I I II I I I I I I I I I I I I I I I M II I I 
Sb j ct : 7 7 1 ctt tcccctgaccgccactctgggcctggccggcttcaccctgct.ee tcagtc tec tggc 8 30 

Query : 7 8 8 ctttgccatgtaccgcccgtagtgcctccgcgggcgcttggcagcgtcgccggcccctcc 8 47 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I II I I I I I I I I 
Sb j c t : 8 31 ctttgccatgtaccgcccgtagtgcctccgcgggcgcttggcagcgtcgccggcccctcc 8 9 0 

Query : 8 48 ggaccttgctccccgcgccgcggcgggagctgctgcctgcccaggcccgcctctccggcc 907 

I I I I I I I I I I M I II I I II I I I I I I I I I I I I I I II I I I I I I I I I I I I I I I I I I I I I I I I I 
Sbjct : 8 91 ggaccttgctccccgcgccgcggcgggagctgctgcctgcccaggcccgcctctccggcc 950 

Query : 9 08 tgcctcttcccgctgccctggagcccagccctgcgccgcagaggactcccgggactggcg 9 67 

I I I I I I I I I II i I I I I I I I I I I I I I II I I I I I I I I I I I I I I II I I II I I I I i I M I I I I I 
Sb j ct : 9 51 tgcctcttcccgctgccctggagcccagccctgcgccgcagaggactcccgggactggcg 101 0 

Query : 9 68 gaggccccgccctgcgaccgccggggctcggggccacctcccggggctgctgmcc-tcaq 102 6 

I I I I I I I I I I I I I I I I I I I I I I I I I M M II I I I I I I I I I I I I I I I I I I I I I i I MM 
Sbjct : 1011 gaggccccgccctgcgaccgccggggctcggggccacctcccggggctgctgaccctcag 107 0 

Query : 102 7 cccgcactgggag tgggctcc tcggggtcgggcatctgctgtcgctgcctcggccccggg 108 6 

M M I I I M I I I I II I M I M I M M I I I II II II M M M I I II M II I II M I M M I 
Sbjct : 1071 cccgcactgggagtgggctcctcggggtcgggcatctgctgtcgctgcctcggccccggg 113 0 

Query : 1087 cagagccgggccgccccgggggcccgtcttagtgttctgccggaggacccaqccgcctcc 114 6 

I I II I I I I M M ! I II I I I I I I I I I I I I I I I I I I I I I I I I I I I II I I II I I I I M I M II 
Sb j ct : 1131 cagagccgggccgccccgggggcccg Lcttagtgtt ctgccggaggaccca gccgcc tec 1190 

Query : 1147 m-tccctga cagctccttgggctgagt tggggacgccaggtcggtqggaggctggtgm-g 12 04 

I I II II I I I I I I M I I I I II I I I I I I I I I I M I I I I I M I II I I II I I I I I 

Sb j ct : 1191 aatccctgacagctccttgggctgagttggggacgccaggtcggtgggaggctggtgaag 12 5 0 



Query: 12 0 5 g g g a gc gg g g a g ggg c a g a g g a g 1 1 c c c c g gm- c c c g t gc a g a 1 1 w- - g trn- c t g t gm - q 
II I I II I I II I I II I I I I I I I I I I I II I I I I I M I I M I I I M II II II I I 
Sb j ct : 12 51 gggagcggggaggggcagaggagttccccggaacccgtgcagattaaagtaactgtgaag 



1259 



1310 



Query: 1260 t tt taaaaaaaaaaaaaaaaaa 1281 

MM I I I II II I I I M I I I I I 
Sbjct: 1311 ttttcaaaaaaaaaaaaaaaaa 1332 



f • • > 9-:LL?!.^^^ KilS Homo sapiens chromosome 7 open reading frame 21, 

MGC : 4 5 8 2 0 IMAGE : 458 6932 ) , complete cds 
Length = 14 94 
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Score = 2 0 42 bits (1019), Expect = 0.0 
Identities - 1203/1252 (96%), Gaps - 28/1252 (2%) 
Strand = Plus / Pius 

Query: 5 8 gctcggtagcgcggcgggcm-ggcaggcgccatgaccc tgattgm-ggggtgggtgatga 115 

II I I I I I II i I I 1 I I I I I I I I I I I II I I I I I I I I I II I I I I I I I I I I I I I M I I I I 

Sb j ct : 2 38 gctcggtagcgcggcgggcaaggcaggcgccatgaccctgattgaaggggtgggtga tga 2 97 

Que r y : 116 ggt g ac c g t ccttttctcggtgcttgcctgccttctggtgctggcccttgcctgggtctc 17 5 

I I I I I I I I I I I I I I M I I I I I I I I I I I I I I M I I I I I I I I I I I I I I I I I M I I I I I I I I I 
Sb j ct : 2 98 ggtgaccgtccttttc tcggtgc t tgcctgcctt ctggtgct ggcccttgcctgggtctc 357 

Query: 17 6 m- cgcacaccgc t gagggcggggacccac t gccccagc cgt ca gggaccc cm - cgc catc 2 3 3 

I I I M I I II I I I I I I I I I I I I I I I I I I I I I If II I I I M I I I I I I I I I I 1111111 
Sbjct: 358 a a cgcacaccgc tgagggcggggacccactgccccagccgtcagggaccccaacgcc ate 417 

Query : 2 34 ccagcocagcgcagcca tggcagc taccgacagcatgagaggggaggccccaggggcaga 2 93 

I I i I I M M I I II I I I ! I I I I I I I I I I I II I I I M I I I I I M I I I I I I I I I 1 I II I I I I I 
Sbjct: 418 ccagcccagcgcagccatggcagctaccgacagcatgagaggggaggccccaggggcaga 477 

Query : 2 94 gacccccagcctgagacacagaggtcm-gctgcacagccagagcccagcacggggttcac 352 

I I I II I I I I I I I I I I I I I I I I I I I I I I I I I II I M I I I I I I I I I I I I I I I I I I M I I I 
Sb j ct : 4 78 gacccccagcctga gacacagaggtcaagc tgcacagccagagcccagcacggggttcac 537 

Query : 3 53 agcm-caccgccagccccggactccccgcaggagcccc tcgtgctacggc tgw-- ttcct 409 

III I I I I I I I I I I I I I ! I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I Mill 

Sbj ct : 53 8 agcaacaccgccagccccggactccocgcaggagcccc teg tgetaegget gaaa ttcct 597 

Query: 410 cm- tgattcagagcaggtggccagggcc tggccccacgacaccattggct ccttg g 464 

I I I II II I I I I I I I I I I I M I I I I I I I I II I I I I M I I IE I I M I M I I M I I I 
Sbjct: 598 caa t gat tcagagcaggtggccagggcc tggccccacgacaccat tggctccttgaa aag 657 

Query : 4 65 gacccagtttcccggccgggm-cagcaggtgcgac tcatctaccm-gggcagctgctagg 52 2 

I I I I 1 I I I I I I I I I I I I I I I I I I I I I II II II I I I I I I I I I I I I I I I j I I I I I I I I 
Sb j ct : 65 8 gacccag 1 1 tcccggccgggaacagcaggtgcgactca tctaccaagggcagctgctagg 717 

Query : 52 3 cgacgacacccagaccctgggcagccttcacctccctcccm-ctgcgttctccactgcca 581 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I II I M I I I I M I I I I I I I 
Sb j ct : 718 cgacgacacccagaccctgggcagccttcacctccctcccaactgcgttctccactgcca 777 

Query : 5 82 cgtgtccacgagagtcggtcccccw— tcccccct gcccgccgqggtccgagcccggccc 639 

I I I I I M I I I I II I I I I I I I I I I I I I I I I I I I I I I I i I I I I I I I I I I I I I I I I I j I I 
Sbj ct : 7 7 8 cgtgtccacgagag tcggtcccccaaatcccccctgcccgccggggtccgagcccggccc 8 37 

Query: 640 ctccgggctggw- - tcggcagcctgc tgctgcccctgctgctcctgc tgttgc tgc tget 697 

I I I I I 1 I I I I I I I I I I I I I I I I I I I I I M I I I I M I I I I I I I I I I I I I I II I I I I I I 
Sbj ct : 8 3 8 ct ccgggctggaaa tcggcagcctgctgctgcccctgct gctcctgc tg t. tgetgetget 8 97 
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